ABSTRACT Soybean bradyrhizobia form root nodules on soybean plants and symbiotically fix N 2 . Strain J5 is phylogenetically far from well-known representatives within the Bradyrhizobium japonicum linage. The complete genome showed the largest single chromosomal (10.1 Mb) and symbiosis island (998 kb) among complete genomes of soybean bradyrhizobia.
among complete genomes of soybean bradyrhizobia. The length of symbiosis island A (5) reached 998 kb, which is the largest symbiosis island in soybean bradyrhizobia (643 kb to 694 kb). Genome-to-genome distances (high-scoring segment pair length/total length) were calculated using GGDC version 2.1 (http://ggdc.dsmz.de/ distcalc2.php) (10) . The distance between B. japonicum strain J5 and strains USDA6 and E109 (0.0441 to 0.0439) was apparently larger than that between USDA6 and E109 (0.0003), indicating that J5 was far from the well-known representatives within the B. japonicum linage in terms of genomics as well. As for denitrification genes relevant to global warming (11), the J5 genome lacked the nos gene cluster encoding N 2 O reductase. Accession number(s). The genome sequence of B. japonicum strain J5 has been deposited at the GenBank under the accession number CP017637.
